International Committee on Systematics of Prokaryotes Subcommittee on the taxonomy of the suborder Micrococcineae
MINUTE 5. ELECTION OF OFFICERS
The Chairman (Peter Schumann, Germany) and also the Secretary (Rüdiger Pukall, Germany) wished to retire from their positions and so a request for nominations was circulated already before the meeting. Ken-ichiro Suzuki (Japan) was elected as a new chair and Moriyuki Hamada (Japan) was elected as a new secretary. All members who were present voted for them and four of the missing members voted for them by official emails. One vote was missing.
MINUTE 6. CHANGES IN MEMBERSHIP
Invitation of new subcommittee members was discussed. Although enlargement of the subcommittee was discussed, the invitation of new members was postponed, to be a subject of the next meeting.
MINUTE 7. PROPOSAL FOR RE-NAMING THE SUBCOMMITTEE
The phylogeny of the class Actionobacteria is still a moot point: Taxonomists have not yet become sufficiently acquainted with the definition of the order Micrococcales Prevot 1940 as used in Bergey's Manual of Systematic Bacteriology Vol. 5. Since Bergey's Manual Vol. 5 has been published, confusion is often found in the manuscripts submitted to Int J Syst Evol Microbiol because authors are uncertain when citing the Manual whether they should use the validly published names of suborders or the orders, most of which had not yet been validly published. Agreement: In order to balance with other actinomycete taxa, the re-naming of the subcommittee in accordance with the elevation of the suborder Micrococcineae to the order Micrococcales will be reconsidered after validation of the names of the other actinomycete orders newly described in Bergey's Manual of Systematic Bacteriology Vol. 5 [The names of the orders newly described in Bergey's Manual of Systematic Bacteriology Vol. 5 have now been validly published in validation list No. 164 (Int J Syst Evol Microbiol 2015; 65:2017 -2025 .
MINUTE 8. NEW FAMILIES AND GENERA PROPOSED SINCE 2011 WITHIN THE SUBORDER MICROCOCCINEAE
The chairman listed the novel taxa described since 2011 as follows: In the family Bogoriellaceae, Oceanitalea; in the family Demequinaceae, Lysinimicrobium; in the family Brevibacteriaceae, Spelaeicoccus; in the family Intrasporangiaceae, Aquipuribacter; in the family Cellulomonadaceae, Sediminihabitans; in the family Dermacoccaceae, Calidifontibacter, Flexivirga, Barrientosiimonas, Rudaeicoccus and Tamlicoccus; in the family Micrococcaceae, Tersicoccus; in the family Promicromonosporaceae, Xiangella; in the family Microbacteriaceae, Alpinimonas, Canibacter, Compostimonas, Diaminobutyricimonas, Galbitalea, Glaciihabitans, Gryllotalpicola, Homoserinimonas, Lysinimonas, Naasia, Pontimonas and Rudaibacter have been described (as of July, 2014). The members of the subcommittee contributed to many of these taxonomic descriptions.
MINUTE 9. DISCUSSION ABOUT THE IMPACT OF TOTAL GENOME DATA ON TAXONOMY
The members of the subcommittee agreed that genome sequencing can be informative in many aspects: (i), it can give insights into the physiology and ecology of a given organism in addition to in silico DNA-DNA hybridization and calculation of the base composition of the whole genome of a prokaryotic strain. (ii), it can help to identify enzymes or biosynthetic pathways of biotechnological importance or biosynthetic pathways, even to natural products, e.g. antibiotics. (iii), it can provide valuable information also in case of medically important bacteria (e.g. identifying toxin genes). (iv), it can provide valuable data connected to the phylogeny of a given organism. (v), it gives also the prospect of in silico chemotaxonomy.
On the other hand, (i), presence of genes in the genome does not provide information about their activity and extrapolation of data is limited. (ii), in cases where a microorganism has two different metabolic pathways for the same function, the environmental factors will determine which of them will be expressed. (iii), different interactions between organisms (e.g. between prokaryotes and eukaryotes) are not visible in the genome. (iv), there are too many data accumulated this way, making it hard to handle them all.
Summarizing comment: despite of its obvious advantages for bacterial taxonomy total genome sequencing cannot yet be considered mandatory for descriptions of taxa of the suborder Micrococcineae though it is recommended. For the time being, a polyphasic taxonomy is still preferred, besides 16S rRNA genes, other selected genes can be important to sequence, phenotypic data as well as chemotaxonomic descriptions are essential.
MINUTE 10. CURRENT MEMBERSHIP
The present membership of the subcommittee is as follows: K. Suzuki (Chairman; Japan), M. Hamada, (Secretary; Japan), H.-J. Busse, (Austria), L. I. Evtushenko (Russia), O. R. Gvozdyak (USA), P. K€ ampfer (Germany), S. D. Lee (Republic of Korea), W.-J. Li (China), R. Pukall, (Germany), P. Schumann, (Germany) and E. M. Tóth (Hungary).
MINUTE 11. NEXT MEETING
The next meeting will be held in Singapore at the next Congress of the International Union of Microbiological Societies, on 17-21 July 2017.
MINUTE 12. ADJOURNMENT
The meeting was adjourned at 12:30 on 29 July 2014.
